Title: 

Perfect score: 
Sequence: 



US-09-873-829-1 
1823 

1 CAGATGGATCCTAATAGAAT 



GTACAAAAGTCX3ACGGCCGC 1823 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 9416466 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : GenEmbl : * 



1 


gb_ba : * 


2 


gb_htg : * 


3 


gb_in : * 


4 


gb_om : * 


5 


gb_ov : * 


6 


gb_pat : * 


7 


gb_ph : * 


8 


gb_pl : * 


9 


gb_pr : * 


10: gb_ro:* 


11: gb_StS:* 


12: gb_sy:* 


13: gb_un:* 


14: gb_vi:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


1823 


100 


.0 


1823 


9 


AF013171 


AF013171 Homo sapi 


2 


1770.6 


97 


.1 


2226 


6 


AX695690 


AX695690 Sequence 


3 


1770.6 


97 


1 


2271 


6 


BD231044 


BD231044 Method fo 


4 


1770.6 


97 


1 


2271 


6 


AR42 94 86 


AR42 9486 Sequence 


5 


1770. 6 


97 


1 


2271 


6 


AX664282 


AX664282 Sequence 


6 


1770.6 


97 


1 


2271 


9 


AF053712 


AF053712 Homo sapi 


7 


1770. 6 


97 


1 


2274 


6 


BD096827 


BD096827 Osteoprot 


8 


1755.4 


96 


3 


2390 


6 


AX201362 


AX201362 Sequence 


9 


1754 . 8 


96 


3 


2201 


9 


AF019047 


AF019047 Homo sapi 


10 


1456 


79 


9 


52754 


6 


AX695689 


AX695689 Sequence 


c 11 


1454.4 


79 


8 


200724 


9 


AL139382 


AL13 9382 Human DNA 


c 12 


1222.2 


67 


0 


113451 


2 


AC023297 


AC023297 Homo sapi 


13 


1000 


54 


9 


2225 


10 


AF019048 


AF019048 Mus muscu 


14 


998.4 


54 


8 


2295 


6 


AR062119 


AR062119 Sequence 



1 s 


998 


.4 


S4 


Q 
. O 




c 

D 


RH0Q6R96 


BD096826 


Osteoprot 


16 


998 


.4 


S4 


ft 


9999 




RD9 71 04 6 


BD231046 


Method fo 


17 


998 


.4 


S4 


ft 


9999 

£t £t J J 


o 


AR4 9 94ftft 


AR429488 


Sequence 


1 ft 

X o 


998 


.4 


S4 


o 
. o 


£i£*yy 


1 0 
X u 


nf V _) j / 1 J 


AF053713 Mus muscu 


X -3 


977 


.2 


S7 
jj 


<r 

. O 


1 ^61 


Q 


RP04 Oft ft Q 


BC040889 


Homo sapi 




971 


^7 


7 


9 9 7 7 


o 


AYCQCCQ7 
nAO? JOO / 


AX695687 


Sequence 


21 


971 


q 7 


7 


99 77 


1 0 
X u 


AFO 17170 
rtr \j x o x / u 


AF013170 Mus muscu 


22 


957 


. 2 


S9 


■ J 


2191 


o 


ART ^70^0 

J-UxX J / U JO 


AR157058 




23 


957 


. 2 


S9 


■ J 


2191 


o 


A Y1 4 £0 


AX140169 


kj U^-l-itu. ^— ' 


24 


957 


. 2 


S9 


. j 


9 1 91 

Zt X X 


o 


RD064044 


BD064044 


Mammal ian 


25 


834 


. 2 


45 


. 8 


930 


9 


ABO 7 7 S 9 9 


AB037599 


Homo Q^ni 


26 


832 


. 8 


45 


. 7 


1630 




AR1S6477 


AR1S6477 


iJC^U CI 1 C 


27 


832 


.8 


45 


. 7 


1630 




AR164 147 


AR164147 


Sequence 


28 


832 


.8 


4S 


7 


1 670 


o 


RH1 79 S97 


BD132527 


Ligand fo 


29 


832. 


.8 


45 


, 7 


1630 


6 


RD1 79R77 


BD132533 


Receptor 


30 


832 , 


.8 


4 5 


7 




D 


ADOI ft 9ft 1 
X O 6 O X 


AR218281 


Sequence 


31 


832 . 


.8 


45 


7 


1630 




AR9 ^4 1 1 0 


AR254110 


Sequence 


32 


832 . 


.8 


45 


7 


167 0 

X O J 


D 


AR9ft R4 09 


AR285409 


Sequence 


7 7 

Si J 


832, 


.8 


4 ^ 




16 7 0 


£T 
D 


AR7 om 1 ft 


AR300118 


Sequence 


34 


832. 


.8 


4 R 


7 


1 670 




AR7 177 7ft 


AR317338 


Sequence 




832 . 


.8 


4 R 


7 


1 670 

IDjU 


D 


AR4 7 09 76 


AR430236 


Sequence 


76 


832 . 


.8 


4 R 


7 


167 0 

X O J \J 


£: 

D 


ayi 4 7 Qft 7 


AX147987 


Sequence 


37 


832 . 


.8 


45 . 


, 7 


1694 




AX4 SI ft 97 


AX451897 


Sequence 


38 


806. 


.2 


44 


2 


S9479 


u 


AX69 S6ft 6 


AX695686 


Sequence 


39 


806, 


2 


44 . 


.2 


214499 


2 


AC126690 


AC126690 


Mus muscu 


40 


779 


42. 


. 7 


2029 


6 


E34349 


E34349 DNA and pro 


41 


779 


42 . 


, 7 


2029 


10 


AB022036S4 


AB022039 Mus muscu 


42 


757 


41 . 


,5 


274587 


2 


AC094149 


AC094149 


Rattus no 


43 


752 . 


2 


41 . 


3 


1003 


9 


BC074823 


BC074823 


Homo sapi 


44 


752 . 


2 


41. 


3 


1003 


9 


BC074890 


BC074890 


Homo sapi 


45 


733 . 


2 


40. 


2 


818 


9 


AB064268 


AB064268 


Homo sapi 



Title: 

Perfect score: 
Sequence : 



US-09-873-829-1 
1823 

1 CAGATGGATCCTAATAGAAT 



GTACAAAAGTCGACGGCCGC 1823 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : N_Geneseq_16Dec04 : * 

1: geneseqnl980s : * 

2 : geneseqnl990s : * 

3: geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2 002bs : * 

8: geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2003cs : * 
11 : geneseqn2003ds : * 
12 : geneseqn2004as : * 
13 : geneseqn2004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



Jo. 


Score 


Match Length 


DB 


ID 


Description 


1 


' 1823 


100 


.0 


1823 


2 


AAX80223 


Aax80223 Human TRA 


2 


1823 


100 


.0 


1823 


8 


ABX94284 


Abx94284 cDNA enco 


3 


1823 


100 


■0 


1823 


8 


ACC57900 


ACC57900 Human RAN 


4 


1823 


100 


0 


1823 


10 


ACC57571 


ACC57571 Human RAN 


5 


1770.6 


97 


1 


1945 


6 


ABK12877 


Abkl2877 cDNA enco 


6 


1770.6 


97 


1 


2226 


6 


ABK12 876 


Abkl2 876 cDNA enco 


7 


1770 .6 


97 


1 


2226 


9 


ADA02799 


Ada 02 79 9 Human TNF 


8 


1770.6 


97 


1 


2226 


10 


ADB72537 


Adb72537 Human TNF 


9 


1770.6 


97 


1 


2226 


10 


ADC85279 


Adc85279 Human Tnf 


10 


1770.6 


97 


1 


2226 


12 


ADM743 94 


Adm74394 Human car 


11 


1770.6 


97 


1 


2271 


3 


AAZ99964 


Aaz99964 DNA encod 


12 


1770.6 


97 


1 


2271 


10 


ADC352 03 


Adc352 03 Human cDN 


13 


1770.6 


97 


1 


2271 


10 


AAD63913 


Aad63 913 Human RAN 


14 


1770.6 


97 


1 


2271 


10 


ABV75842 


Abv75842 Human ost 


15 


1770.6 


97. 


1 


2274 


2 


AAV70285 


Aav70285 Human ost 



lb 


1769 


y l 




ion 

i y o i 


lz 


A nr\T QTT3 

AUU1 y / 16 


Auoxy ii5 numan fku 


i 7 
i / 


1755 


.4 


yb 


. o 


9 *i q n 
z j y u 


b 


■fti3ls.fi Uz /ft 


AXJK4UZ/4 CUJMA SI1CO 


1 Q 


1755 


.4 


y b 




zo y u 


X \J 


A T\TO TIT) 
AXAJ O / O Z Z 


AujJ /jzz rtUTTldn cum 


J. -7 


1755 


.4 


y b 


- -3 


9 9 Q f\ 


1 9 

X z 


AlAjbo Z ft b 


AQyboZ^4b nUTucin rKU 


9 n 
z U 


1754 


.8 


y b 




9 9 ft 1 
ZZ U X 


X u 


AH_b / b / z 


accd /b / z nurnan kajni 


z x 


1754 


.8 


yb 




9 9 n i 

Z Z U X 


1 9 
X o 


JWJ 1 Vo X Dft 


Arlh HQ 1 Cvl Unm^n DAM 

Aat.UoXb4 nuincin KAIM 


z z 


1456 


7 Q 

/ y 


Q 

. y 


J6 / Dfr 


Q 

y 


ana n 9 7 q q 
/vuauz /yo 


AQaUZ / yo liUlUali llNr 


z o 


1456 


7 Q 

i y 


Q 

. y 


DZ / D4 


i n 
x u 




RHKTOCTC Unman TTvTT? 

ACID / z b j b nuiucin iwr 


Z ft 


1456 


n q 
/ y 


. y 


DZ /b4 


1 u 


/VJJLobz /o 


AaCobz /o nuiuan ml 


9 c: 
Z b 


1456 


/ y 


. y 


DZ /b4 


lz 


A r\M "7 /I O Q "i 

AUM / 4 J y J 


Adtn74393 Hurnan car 


z b 


1000 


b4 


. y 


Z ZZ 3 


i o 
1J 


ALU Uo loz 


Aat 08 152 Murine ka 


Z / 


998 . 


.4 


C A 

b4 


Q 
. O 


O O Q C 

zz y b 


Z 


AAV /0zo4 


Aav70284 Human ost 


7 Q 

z o 


998 . 


.4 


b4 . 


Q 
. O 


zz y y 


-} 


aaz y y y b b 


Aa z y y 9 6 6 una encoa 


z y 


971 




"3 


ZZJ / 


z 


AAAo Uzz4 


Aax80224 Murine TR 


"2 n 
J U 


971 


D-5 , 


. 6 


ZZJ / 


b 


AJaKlzoo U 


ADKlz o 8 0 CDNA enco 


o J. 


971 


c o 


o 

. J 


ZZJ / 


Q 


AJb A y 4 Z O O 


ADxy4zob cjjna enco 


7 9 
o z 


971 


c. 9 

jj . 


. J 


9 9 9 7 
Z Z J / 


Q 

y 


ana noTQc 
AXJAUz / y b 


Aaauz /yb Mouse mr 




971 


JJ • 


"3 
. J 


9 9 9 7 
Z Z j / 


X U 


ann79 r ia 


AOX9/zbj4 PdOUSe ITIE 


9 4 
J ft 


971 


c; ~i 

D-3 . 




9 9 9 7 
Z Z O / 


x u 


AJJUti DZ / b 


AaCobz /b Mouse ITir 




971 


R 9 




9 9 9 7 


1 9 

x z 


anM7A 9 q i 

AUrl / fi o y X 


Aam/4jyx Nurme ca 


9 


957. 


2 


R 9 


. D 


9 1 Q 1 

z x y x 


z 


A a\7A 1 4QQ 

aa vft x ft o y 


Aav4 14 o y JNiucieoc iu 


O / 


834 . 


2 


ft D . 


Q 




X U 


A nPI Q QC/1 

AUL. / o o b4 


Aac/oob4 Human fku 


J O 


832 . 


8 


ft D . 


n 

, / 


lb jU 


z 


a a \ta i i7i 

AA V 4 X J / / 


Aav4 ij / / Mr -Kb rec 


j y 


832 . 


8 


45 . 


. / 


163 0 


z 


AAV4 1371 


Aav41371 NF-kB rec 


40 


832 . 


8 


45, 


.7 


1630 


2 


AAD15310 


Aadl5310 Murine re 


41 


832 . 


8 


45. 


.7 


1630 


4 


AAD08714 


Aad08714 Murine re 


42 


832. 


8 


45. 


. 7 


1630 


4 


AAD05903 


Aad05903 Murine RA 


43 


832. 


8 


45. 


7 


1630 


6 


AAD43212 


Aad43212 Mouse RAN 


44 


832. 


8 


45 . 


7 


1630 


9 


ADB16985 


Adbl6985 Murine re 


45 


832 . 


8 


45. 


7 


1630 


10 


ADC72999 


Adc72999 Murine RA 



Title: 

Perfect score: 
Sequence : 



US-09-873-829-1 
1823 

1 CAGATGGAT C CTAAT AGAAT 



GTACAAAAGTCGACGGCCGC 1823 



Scoring table: I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 1202784 seqs, 818138359 residues 

Total number of hits satisfying chosen parameters: 2405568 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS__COMB . seq : * 

6 : /cgn2_6/ptodata/l/ ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length 


DB 


ID 








Description 




1 


1770 


.6 


97 


. 1 


2271 


3 


US- 


09 


-052- 


-521C-3 


Sequence 


3, 


Appli 


2 


1770 


.6 


97 


. 1 


2271 


4 


US- 


09 


-396- 


-937-1 


Sequence 


1, 


Appli 


3 


998 


.4 


54 


.8 


2295 


2 


US- 


08 


-842- 


•842-6 


Sequence 


6, 


Appli 


4 


998 


.4 


54 


.8 


2295 


3 


us- 


09 


-052- 


-521C-1 


Sequence 


1, 


Appli 


5 


998 


.4 


54 


.8 


2299 


4 


us- 


09 


-396- 


937-5 


Sequence 


5, 


Appli 


6 


957 


.2 


52 


.5 


2191 


3 


us- 


08 


-989- 


362-1 


Sequence 


1, 


Appli 


7 


957 


2 


52 


.5 


2191 


4 


us- 


09 


-671- 


658A-1 


Sequence 


1, 


Appli 


8 


832 


8 


45 


. 7 


1630 


3 


us- 


08 


-996- 


139-10 


Sequence 


10, 


Appl 


9 


832 


8 


45 


. 7 


1630 


3 


us- 


08 


-995- 


659-10 


Sequence 


10, 


Appl 


10 


832 


8 


45 


. 7 


1630 


3 


us- 


09 


-215- 


649A-10 


Sequence 


10, 


Appl 


11 


832 


8 


45 


.7 


1630 


3 


us- 


09 


-577- 


780-10 


Sequence 


10, 


Appl 


12 


832 


8 


45 


7 


1630 


4 


us- 


09 


-577- 


800-10 


Sequence 


10, 


Appl 


13 


832 


8 


45 


7 


1630 


4 


us- 


09 


-466- 


496-10 


Sequence 


10, 


Appl 


14 


832 


8 


45 


7 


1630 


4 


us- 


09 


-871- 


856-10 


Sequence 


10, 


Appl 


15 


832 


8 


45 


7 


1630 


4 


us- 


09 


-871- 


291-10 


Sequence 


10, 


Appl 


16 


832 


8 


45 


7 


1630 


4 


us- 


09 


-877- 


650-10 


Sequence 


10, 


Appl 


17 


832 


8 


45 


7 


1630 


4 


us- 


09 


-865- 


363-10 


Sequence 


10, 


Appl 


18 


832 


8 


45 


7 


1630 


4 


us- 


09 


-688- 


459-10 


Sequence 


10, 


Appl 


19 


733. 


2 


40 


2 


954 


3 


us- 


08 


-996- 


139-12 


Sequence 


12, 


Appl 


20 


733. 


2 


40 


2 


954 


3 


us- 


08 


-995- 


659-12 


Sequence 


12, 


Appl 


21 


733. 


2 


40 


2 


954 


3 


us- 


09 


-215- 


649A-12 


Sequence 


12, 


Appl 


22 


733 . 


2 


40 


2 


954 


3 


us- 


09 


-577- 


780-12 


Sequence 


12, 


Appl 



23 


733 


. 2 


40 


. 2 


954 


4 


US- 


09 


-577 


-800 


-12 




1 9 Annl 


24 


733 


. 2 


40 


. 2 


954 


4 


US- 


•09 


-466 


-496 


-12 


^ PHI 1 f*Tl C R 


19 Annl 


25 


733 


. 2 


40 


. 2 


954 


4 


US- 


■09 


-871 


-856 


-12 




12 Ann! 


26 


733 


. 2 


40 


. 2 


9S4 


4 


T TO _ 

\jj 


-09 


O / X 


-991 


-19 


C 1 Of) 0 O 


1 9 Annl 


27 


733 


. 2 


40 


. 2 


9S4 


4 


T TC _ 
uj 


•09 


-R77 

Off 


U J U 




C prn -i on /-« pa 


1 9 Ann! 


28 


733 


. 2 


40 


. 2 


9S4 
j j *± 


4 


T JO _ 


vj .7 


O O J 


-767 
J O J 


-19 




1 9 Annl 


29 


777 


2 


40 




9R4 


A 

*± 




■ 09 


-fift ft 

DOO 


-4^9 
*± d y 


X£i 


Q o/-n l on f" 1 0 


1 9 Ann! 


30 


514 


. 4 


28 


. 2 


951 


4 


US- 


■09 


-396 

J .7 O 


-977 


-> 




7 Annl i 


31 


274 


Q 
- o 


1 R 
j- j 


1 


JOrt 


4 




09 


- 7 9fi 


-977 


_ 7 


Q om i on /~* 0 


7 A nn 1 ■! 
/ , i\.\J\JX X 


32 


274 


t 4 


15 


1 


519 


4 




09 


J J D 


-977 


-9 


CprniPTIPP 


9 Annl i 


33 


274 


. 4 


15 


. 1 


519 


4 


US- 


09 


-3 96 


- 937 


-11 




1 1 Annl 


34 


245 


. 6 


13 


. 5 


519 


4 


US- 


09 


-396 


-937 


-17 


lJ C ^ UCiiU v3 


17 Annl 

X f f f\^J^J X 


35 


229 


. 6 


12 . 


. 6 


519 


4 


US- 


09 


-396 


-937 


-19 




1 9 Annl 


36 


226 


. 2 


12 


, 4 


546 


4 




09 


J J D 


-977 


_1 c 

-L J 




1 R Ann! 


37 


208 


. 2 


11 


4 


564 


4 




09 


-7 9fi 

J J o 


-977 


-1 7 
X«j 


Q o^ti i on c* 0 


1 7 Zirvnl 


J o 


£9 

D -7 , 


4 

. *± 


j . 


o 

. o 


/ D -7 


o 


T TQ 
UD - 


OQ 


7 9 O 


- *± z *t ■ 


1 u 


bcquencc 


1 n a -r-\-r-\ l 
1U, Appl 


39 


69 . 


, 4 


3 


. 8 


759 


4 


us - 


09 


-825 


_j 0 j 


-10 
x \j 


Cprrn on i^* 0 


1 0 Annl 


40 


69. 


.4 


3 . 


.8 


768 


3 


us- 


09 


-320 


-424 


-12 


Sequence 


12, Appl 


41 


69. 


.4 


3 . 


.8 


768 


4 


us- 


09 


-825- 


-563 


-12 


Sequence 


12, Appl 


42 


69. 


.4 


3 . 


.8 


1042 


3 


us- 


08 


-584- 


-031 


-2 


Sequence 


2, Appli 


43 


69. 


.4 


3. 


.8 


1042 


3 


us- 


08- 


-780- 


-496- 


-2 


Sequence 


2, Appli 


44 


69. 


, 4 


3. 


.8 


1042 


4 


us- 


09- 


-582- 


-450- 


-2 


Sequence 


2, Appli 


45 


69. 


.4 


3 . 


, 8 


1042 


4 


us- 


09- 


-934- 


-465 


-2 


Sequence 


2, Appli 



Title: 

Perfect score: 
Sequence : 



US-09-873-829-1 
1823 

1 CAGATGGATCCTAATAGAAT 



GTACAAAAGTCGACGGCCGC 1823 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1 . 0 

Searched: 5537552 seqs, 2974263231 residues 

Total number of hits satisfying chosen parameters: 11075104 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBC0MB . seq : * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 6_PUBC0MB . s eq : * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB . seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB . seq : * 

9 : /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB. seq: * 
10 : /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB .seq: * 

11 : /cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: * 

12 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. seq: * 

13 : /cgn2_6/ptodata/2/pubpna/US10A__PUBCOMB. seq: * 

14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq: * 

15 : /cgn2_6/ptodata/2/pubpna/US10C_PUBC0MB.seq: * 

1 6 : / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0D_PUBCOMB .seq:* 

17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB.seq: * 

18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB.seq: * 

19 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB. seq: * 

20 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq : * 

21 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB. seq: * 

22 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o, 

*5 

Result Query 



> . 


Score 


Match Length 


DB 


ID 








Description 




1 


1823 


100.0 


1823 


10 


US- 


09 


-873 


-829-1 


Sequence 1, 


Appli 


2 


1823 


100. 0 


1823 


13 


us- 


10 


-017 


-910-1 


Sequence 1, 


Appli 


3 


1823 


100.0 


1823 


15 


us- 


10 


-272 


-411-1 


Sequence 1, 


Appli 


4 


1823 


100.0 


1823 


15 


us- 


10 


-272 


-328A-1 


Sequence 1, 


Appli 


5 


1823 


100. o' 


1823 


17 


us- 


10 


-202 


-062-21 


Sequence 21 , 


Appl 


6 


1770.6 


97 . 1 


1945 


11 


us- 


09 


-933 


-915A-9 


Sequence 9 , 


Appli 



/ 


X / / U 


c 

. D 


Q 9 

y / 


t 

. l 


zz z b 


1 1 


T TC flQ QQ7 "799 CC 

ub-uy-yy/- /zz-bj 


SecjuBnce 65 , Appl 


Q 
O 


1 770 


C 
. 0 


-7 / 


. X 


9 9 9 C 
Z Z Z b 


X X 


TTC HQ q77 Ql 1 

uo-uy-yjjyx dh - x 


bequence x, Appix 


Q 


1 770 

X / / V/ 


• O 


Q7 


i 

. X 


9 9 71 

Z Z / X 


1 R 
X J 


TIQ-I 0-91 ft- c ;47-91 

UO XU ZXO J*±/ ^x 


ComiOTiPO 91 A 1 
OclJ C Z X , rtppi 


J. u 


1 770 
X / / V 


c 
. O 


Q7 
y / 


1 

. X 


99 9 1 
Z Z / X 


1 £ 

x o 


TIC-1 0_71 0-7Q7-97 
Uo-XU jXU /yj-z / 


Co/TiiQTir'Q 99 Atm'xI 

becjuence z / , i\ppx 


i i 

X X 


1 770 

X / / \J 


c 
. o 


Q7 
27 / 


1 

. X 


9 9 71 
Z Z / X 


1 ft 
x 0 


TTC-1 0-^fi4-ft01 -1 


C o/t^ i on o 1 A t~\t^ 1 "i 

bctjuciicc x , /\ppx X 


1 9 

X Z 


177 0 
X / / u 


. D 


Q7 


. X 


99 71 
Z Z / X 


1 ft 
X 0 


j TO _ 1 0-ft9R-ftQft-7 

uoxuozj-oyoj 


C cm i on o 7 A t^t^ 1 "i 

bequence j, /\ppxx 


1 7 


177 0 

X / / \J 


C 
. D 


Q7 


. X 


9 9 71 
Z Z / X 


1 Q 
x y 


TTC.-1 0-1 9Q-RQR-9 
uoxuxzy-jyj _ z 


Cam irs-nn/^ 9 A t^t^ 1 t 

bccjuciicc z / /\ppx X 


1 4 
X ** 


1755 


.4 


Q6 
-7 O 


. J 


9 7Q0 
Z J 27 U 


1 

x 0 


TTCJ-I 0-91 0-QR1 -41 

uoxu - zxuyjx - *±x 


bctjuciicc 41, >\ppx 


x D 


1755 


.4 


y o 


"3 
. J 


9 7 q o 
z j y u 


1 a 
1 b 


TTC lO 911 QQ4 41 


sequence 4 x , Appi 


1 £ 
X b 


1755 


.4 


yo 


1 
. J 


9 7 Q A 

z j y u 


l / 


TTC in 911 QCQ A1 


Sequence 41, Appl 


x / 


1754 


.8 




9 
. J 


9 9 n i 
ZZ U X 


1 R 
X j 


TTC 1A 999 41 1 CI 

Uo -xU-z /z-411-31 


Sequence 51, Appl 


1 ft 

X (5 


1754 


.8 


Q C. 
3D 


-5 
. J 


9 9 n i 

Z Z U X 


X J 


TTC in 999 79DA CI 


Sequence 51 , Appl 


x 2? 


1754 


.8 


QC 


. J 


9 9 01 
Z Z U X 


X O 


TTC-10 11 

Uo 1 u - / yy-jfij-xx 


bequence 11 , Appi 


90 
z u 


1456 


7 Q 

/ y 


q 

. y 


C9 7R4 


X X 


TTC flQ qq9 999 CA 

Uo uy-yy / - / zz-b^t 


Sequence 64 , Appl 


9 1 

Z X 


1000 


jfr . 


q 
. y 


9 9 9c: 
Z Z Z j 


1 ft 
X 0 


TTC in TQQ q 

uo - j.u - / yy-jrij-y 


Sequence 9, Appli 


9 9 

Z Z 


998 


. 4 


c.4 


Q 

. o 


9 9 q c 
z z y j 


1 0 
X u 


ttc nq mo ceo c 
uo-uy-u /y-joy-D 


Sequence 6, Appli 


9 7 

Z. J 


998, 


.4 


R4 

J*x . 


Q 

. o 


9 9 Q R 

Z Z 27 J 


1 ft 
X 0 


t tc _ i n _ ft 9 r - ft qft 1 


bequence ± , Appx x 


24 


998. 


.4 


^4 

J*± . 


ft 


99 QQ 

Z Z 27 .7 


1 ft 
X 0 


TTC-1 0-^^4-ft01 - R 
Uj XU OOri OUX— j 


ocyuciicc j , Appx X 


9 ^ 
Z J 


971 


c.7 


9 
. J 


9 9 7 9 
Z Z j / 


1 0 
X u 


TTC Oq Q99 Q9q 9 

Uj-uy-c5 / j- ozy-j 


Sequence 3 , Appl i 


9 

Z D 


971 


c. *3 

JJ . 


9 

. J 


ZZ j / 


X X 


ttc nq qq9 999 co 
ub -uy-yy / - /zz-bz 


Sequence 62 , Appl 


Z / 


971 


c. 7 
jj . 


. J 


9 9 9 9 
ZZj / 


X X 


T TC flQ QTJ Ql CA TC 

ub-uy-yjj - y Ida- xo 


Sequence 15, Appl 


9 ft 
Z O 


971 


c 9 

j j . 


9 
. J 


9 9 19 
ZZj / 


1 9 
X j 


ttc in ni9 Qin 9 
Ub-xU-Ul / -yiu-j 


Sequence 3, Appli 


9 Q 


957. 


.2 


R9 

oz , 


c 

. J 


Ol Q1 
Z X 27 X 


1 R 
X J 


ttc in 79£ nc;9 1 
ubxu jZbvjjZ — x 


bequence i, Appxi 




832. 


.8 


4 R 


7 


1 £ 7 0 
Id j U 


q 
y 


TTC_nq D7i occ in 


bequence i u , Appx 


7 1 

J X 


832. 


.8 


4 R 

Q J . 


9 


i c 7 n 
x b j U 


q 

y 


ttc nq occ 9C9 in 
Ub-uy-obb-jbj-xU 


Sequence 10, Appl 


79 
o z 


832. 


.8 


4 R 

4 J . 


. / 


1 £ 7 0 


q 
y 


TTC_nq_Q9i 9qi in 
ub-uy-c3 / x- zyx-xu 


bequence x u , Appx 




832. 


.8 


4 S 

^ J . 


7 


167 0 
x 0 j \j 


q 

27 


TT^-0Q-ft77-fiR0-1 0 


OcqUcIlLc X U , Appx 


34 


832. 


.8 


4 S 

M J . 


7 


167 0 

X D J \J 


1 

X O 


TTC-1 0-40R-ft7ft-1 0 
UO - XU ^tUj O / o~xu 


bequence x u , Appx 


7S 
^ j 


832. 


.8 


4 R 
*± j . 


7 


167 0 


1 ft 

X 0 


TTC-1 0-ft09-1 77-1 0 
UD XU OUZ - Xjj~XVJ 


bequence xu, Appx 


76 

J D 


832. 


8 


4 R 
i j . 


7 


1 6Q4 
X D 27 *± 


q 
y 


TTC-0Q-QR7-Q44-7 

ub uy^yj / -y^t^t - / 


bequence /, Appxx 


77 


806. 


2 


4 4 


9 


CO / TO 

j z fx / y 


1 1 

X X 


T TC _ 0 Q _ q Q7 _ 79 9 CI 

ub-uy-yy / - /zz-bx 


bequence bx , Appx 


7ft 
J o 


733. 


2 


4 0 


. z 


74 1 
/ *± X 


1 A 

X D 


TTC-1 0-1 C7_1 ft9_1 q 

ubxuxb /xoz-xy 


bequence xy , Appx 


39 


733. 


2 


40 . 


2 


74 1 


17 


X 10 _ -1 0-460-697-1 Q 

UJ X VJ *± O \J O^J X 27 


oequ.eiiL.e X2?, /\ppx 


40 


733 . 


2 


40. 


2 


741 


18 


US-10-854-300-19 


Sequence 19, Appl 


41 


733 . 


2 


40. 


2 


954 


9 


US-09-871-856-12 


Sequence 12 , Appl 


42 


733 . 


2 


40. 


2 


954 


9 


US-09-957-944-5 


Sequence 5, Appli 


43 


733. 


2 


40. 


2 


954 


9 


US-09-865-363-12 


Sequence 12, Appl 


44 


733. 


2 


40. 


2 


954 


9 


US-09-871-291-12 


Sequence 12 , Appl 


45 


733. 


2 


40. 


2 


954 


9 


US-09-877-650-12 


Sequence 12, Appl 



Title: US-09-873 -829-1 

Perfect score: 1823 

Sequence: 1 CAGATGGATCCTAATAGAAT GTACAAAAGTCGACGGCCGC 1823 



Scoring table: I D ENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 68479088 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : EST:* 



1 


gb_estl : 


★ 


2 


gb_est2 : 


★ 


3 


gb_htc: * 




4 


gb_est3 : 


★ 


5 


gb_est4 : 


* 


6 


gb_est5 : 




7 


gb_est6 : 




8 


gb_gs s 1 : 


* 


9 


gb_gss2 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total' score distribution. 

SUMMARIES 



Result 





NO. 


Score 


Match 


Length 


DB 


ID 


Description 




1 


742 


40 


7 


755 


5 


BX105834 


BX105834 


BX105834 




2 


733 .2 


40 


2 


954 


9 


AY415854 


AY415854 


Homo sapi 




3 


720 


39 


5 


735 


9 


AY415855 


AY415855 


Pan trogl 


c 


4 


702.2 


38 


5 


770 


5 


BQ007726 


BQ007726 


UI-H-EI0- 




5 


554 .8 


30 


4 


575 


8 


AQ417854 


AQ417854 


RPCI-11-1 




6 


494 


27 


1 


951 


9 


AY415856 


AY415856 


Mus muscu 


c 


7 


480.2 


26 


3 


539 


5 


BM893658 


BM893658 


ij28a04 .x 


c 


8 


461.2 


25 


3 


524 


8 


AQ827122 


AQ827122 


HS_5256_B 




9 


421 . 6 


23 


1 


670 


9 


CE649975 


CE649975 


tigr-gss- 


c 


10 


417.4 


22 


9 


529 


8 


AQ827168 


AQ827168 


HS_5256_B 




11 


408 


22 


4 


419 


1 


AA504450 


AA504450 


aa59hl2.r 


c 


12 


391.6 


21 


5 


462 


1 


AI808584 


AI808584 


wf56bll.x 


c 


13 


390.8 


21 


4 


612 


6 


CB480349 


CB480349 


jns63_All 


c 


14 


375.4 


20 


6 


694 


9 


AG319098 


AG319098 


Mus muscu 


c 


15 


357 .4 


19 


6 


612 


8 


BH267783 


BH267783 


CH230-186 


c 


16 


342 


18 


8 


725 


9 


AG484312 


AG484312 


Mus muscu 


c 


17 


317.2 


17. 


4 


375 


1 


AA504211 


AA504211 


aa59hl2 . s 




18 


311 


17. 


1 


514 


2 


BE335979 


BE335979 


us84g09.y 




19 


289 


15. 


9 


482 


2 


BE633100 


BE633100 


uv73a04 .y 



20 


280 . 2 


15 


. 4 


^70 

J J V 


1 


AA1 7074ft 


a a i 7074ft 


mcjfl ftrrl 1 y 
uiaooy 11 . x 


21 


266 . 2 


14 


. 6 


362 


1 


AV6S7 07 7 


AV6S7 077 


AV6R7 077 


22 


251 


13 


. 8 


475 


2 


BB637568 


RRfi77Sfift 

ODU J /JUG 


RRfi77Rfift 

OOO J / JOO 


23 


249 . 4 


13 
x ~j 


t 7 


GS9 

O J -7 


Q 


AH 1 0 7 S 4 R 


AH1 07S4 S 

i"lVJ X U / J *± J 


Pan t~T~cvr1 
roll L.xtjyx 


24 


246.4 


1 7 
x _> 


. — J 


4fi9 

T D 


7 


a K04 1 1 99 

r^£\.U^± X X Zi J 


1199 


ft/Ii 1 0 urn 1 c 1 /~ti 1 


9 R 

z j 


944 4 


1 7 

X J 


4 
. *± 


4 £9 

*± D J 


7 
z. 


RR9 9 7 94 9 

Z j ^7 *± Z 


RR9 9 7 949 


RR7 7 7 947 
DDZ Z j y± Z 


96 


999 4 

Zt Z> ? . *x 


1 9 




D -7 -? 


i 


v_j\o Z j j X X 


pvq 7 7 71 1 


1 J Z ocl Ufi . y 


27 


224 . 4 


12 


. 3 


564 


8 


RZ99S74 9 


R799S74 9 


PH94 0 71.T 
\_nz *i \j / iu 


28 


204 


11 


. 2 


572 




RM966907 


RM96A907 

DIM J DO / 


i ~i 9 ft a 04 w 


29 


190 . 6 




. j 


fiftft 

D O O 


D 


RY7R7ft 77 

D 1 / JJO / J 


RY7R7A77 
DI / JJO / j 


RY7S7R 7 7 
D I / jjo / j 


30 


176 . 6 


9 


> 7 


671 

O / X 


D 


RY7R4477 

OX /Jit / / 


RY7 R44 77 

DI / JT± *± / / 


RV7 4 77 
DI / j*±*± / / 


31 


171.2 


9 


. 4 


365 




BY699230 


RY69997 0 


RYS9997 0 

DID? JZJU 


32 


165 


9 


. 1 


380 




BY7 00742 


RY70074 9 

OX / UU Jl ^ 


RY700 74 9 

DI / \J\Jj*±Z 


33 


162 


8 


. 9 


413 


8 


AOfi 1 76 SO 

■f^-V^/ OX / O J V/ 


AOft 1 7fiR0 


no j z 0 j d 


34 


153 . 4 


8 


. 4 


386 




RYfi99Sft4 


RYfiQQR ft 4 




35 


153 


8 


4 


74 R 


D 


RY6 99 1 77 


RV£99 177 


DVCQO 177 
DIG JZI / / 


36 


145 


8 . 


. 0 


J -L J 


2 


RR990799 

OO^^U /ZZ 


RR9 9 079 9 

DDZ Z W / Z Z 


RR9 9 0779 
DDZ Z U / Z Z 


c 37 


139 . 8 


7 , 


, 7 


580 


9 


PF70S944 


PP70R944 


t" "i nv — o^o 0 — 
L lyi ybb 


38 


138.8 


7 


. o 


7 06 

JUG 


9 

Z 


RR94 07 74 


RR74 07 7 4 
DDZ lUJji 


RR7 4 O 7 7 A 
DDZ iUjji 


39 


131.6 


7 


2 


O / X 


D 


RY7 R 7 R 7 


DV7 COCC'l 

DI / jjDjj 


RV7 cr 7 a c: 7 
D I / j j DJJ 


C 40 


131.6 


7. 


2 


889 


5 


BX772925 


BX772925 


BX772925 


41 


130.2 


7. 


. 1 


855 


5 


BX843917 


BX843917 


BX843917 


42 


128 


7 . 


. 0 


316 


2 


BB236029 


BB236029 


BB236029 


43 


123 .4 


6. 


.8 


314 


2 


BB236016 


BB236016 


BB236016 


44 


117.2 


6. 


4 


316 


2 


BB236026 


BB236026 


BB236026 


45 


112.2 


6. 


2 


288 


2 


BB216722 


BB216722 


BB216722 



Title: 

Perfect score : 
Sequence: 



US-09-873-829-2 
1299 

1 QMDPNR I S EDGTHC I YR I LR LLDPDQDATY FGAFKVRDI D 245 



Scoring table: BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4708233 seqs, 24227607955 residues 



Total number of hits satisfying chosen parameters: 



9416466 



Minimum DB seq length:, 0 

Maximum DB seq length: 2000000000 

Post -processing :. Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- M0DEL= f rame +_p2n . model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US09873829/runat_10032005_161838_26939/app_query. fasta_l 
.391 

-DB=GenEmbl -QFMT=fastap -SUFFIX=rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bitS - START =1 -END=-1 -MATRIX=blosum62 -TRANS=human4 0 . cdi -LIST=4 5 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MOD E= LOCAL 
-0UTFMT=ptO -N0RM=ext -HEAPSI ZE=500 -MINLEN=0 -MAXLEN=2 000000000 
-USER=US09873829_@CGN_l_l_5600_@runat_10032 005_161838_26939 -NCPU=6 -ICPU-3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=120 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : GenEmbl : * 



1 




gb_ba : * 


2 




gb__htg : * 


3 




gb_in : * 


4 




gb om : * 


5 




gb ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 

No. Score Match Length DB ID 



Description 



1 


1 TOO 

iz y y 


i nn 

X UU 


n 
. U 


1 Q 9 9 
Xozo 


y 


Ar Uijl /X 


AF013171 


Homo sapi 


9 

Z 


1 9Q7 

XZ J? J 


Q Q 
y y 


c 
. j 


ft 1 ft 
O X O 


q 


HDU bfi Z Do 


AB064268 


Homo sapi 


O 

J 


1 9Q7 

XZ j7_3 


qq 

y y 


c 
. D 


ft 9Q 
o z y 


ez 

D 




E50524 Novel solub 


A 
*± 


1 9Q7 

X Z j J 


QQ 
y y 


c 
. 3 


Q T 1 

y x x 


Q 

y 


aPHfC 1 997 
AOUO XZZ / 


AB0fil227 

rvLJ \j \j u u / 


Hnmn ^^19 i 


C 
D 


1 9Q9 


QQ 

y y 


c 
. D 


q 9 n 
you 


Q 

y 


aduj /oyy 


AR0^7RQQ 


Homo car>"i 


b 


xz y j 


Q Q 

y y 


c 
. D 


y o4 


b 


AK1 Db4o4 


ART Sfi4 ^4 




9 
1 


1 9 Q "3 
Xz 


Q Q 

y y 


c 
. D 


y d4 


b 


A D 1 CAT AQ 

AK1 b4 X4 o 


API fi4 14ft 

^vrtX D ft X *± O 




Q 

o 


xz y j 


y y 


c 
. D 


y b4 


b 




OUXOZ^JZO 


j_i x y d 1 ili i_ w 


Q 


xz y j 


Q Q 

y y 


c 
. D 


Q c: /i 

y 3^ 


b 


nm 9 9 c o a 

DDI J z 9o4 


RD1 ^9^74 


p or* pn t-nr 
I\CL- C^J U V_i X 


1 u 


xzy j 


Q Q 

y y 


c 
. D 


y o4 


b 


AKz loz oz 


AR91 R9ft 9 

i-Lxx Z X O Z O Z 




1 1 
1 1 


1 O O *3 

izy j 


Q Q 

y y 


c 
. D 


QC/I 

y b4 


b 


AKz b 4 X 1 1 


AR9R4 111 
rtr\.j£i j *± x x x 


Cp/Ti 1 pnpp 


XZ 


xz y 3 


Q Q 

y y 


c 
. D 


OCA 

y d4 


b 


AKz o b4 1 U 


AP9 ft R4 1 0. 


O o/™n l on 0 

oeijjucricc 


1 9 


xz y j 


Q Q 

y y 


fZ 

. 3 


y d4 


b 


AKo U U x X y 


ar^ nni i q 




1 4 
x *± 


1 9Q7 


QQ 

y y 


. D 


qc4 
y d^i 


b 


AD91 799q 

AKO X mj y 


AR317339 




1 


xzy j 


Q Q 

yy 


c 
. 9 


Q c: A 


b 


AD/1 Tmoi 
AK4 o U z o / 


AR4 7 09^7 






x z y j 


Q Q 

y y 


. D 


Q R A 

y _>i 


b 


A Y 1 A*7QQQ 

aax4 / y ts y 


AX1 4 7Qft Q 




1 7 


J. Z J j 


QQ 




Q R4 


c 
b 


a Y4 m ft q c 
i\A*i o x o y 3 


AV4 ^1 ft QR 




1 ft 
x O 


1 9Q9 
xz y j 


Q Q 

y y 


. J 


OCA 

y 34 


b 


AAb y do y x 


nAD J JO 




x J 


1 9Q7 

X Z 7 J 


QQ 

y y . 


c 

. 9 


Q99 

y / z 


q 
y 


/iDUDt; Z / U 


AR0fi4970 


Homo cani 


9 n 
z u 


1 9 Q 7 

x z y o 


Q Q 

y y . 


c 

. D 


i n n 9 

X UUj 


y 


dLU / 4 ti zo 


Rr074fi9? 


Homo Q^nv 


9 1 
Z 1 


xz y j 


Q Q 

y y . 


[T 

. D 


1 UU j 


y 


dlu / 4ts y u 


RP074 ft Qn 


Homo cam' 


9 9 
z z 


x z y j 


Q Q 

y y . 


. 9 


i ri 9 a 

X U 04 


Q 

y 


Ar> U b 4 z b y 


AB0fi49fiQ 


Homo Qani 


9 ^ 

Z J 


1 9Q7 


Q Q 

y y . 


. D 


i no 9 


b 


rTi9 9 c: A 1 9 
L.y / Z 34 XZ 


PD79S4 1 9 


C prn 1 pri /-< q 
Lj CU UCl ~ 


94. 
z *± 


1 9Q7 

X Z 2/ J 


Q Q 

y y . 


. 9 


IjDI 


q 
y 


nrriA no ft q 
OL-U^t u o o y 


RP040flfi9 

i-J V \/ TI V/ VJ VJ *r 


Homo ct a *n i 


9 R 


1 9Q? 

X Zi _7 J 


QQ 


> _) 


99m 

z z u X 


q 
y 


a T?n 1 QA4 7 


AF01 9047 


Homo c ^ -p) -j 


9fi 

Z D 


1 9Q7 
xz .7 J 


Q Q 

y y < 


> 9 


9 9 9 £ 

z z z o 


b 


AAb y d b y u 


AXfiQRfiQO 


C q 1 on f~* O 


27 


1 9Q"* 
X z ^ o 


Q Q 




9 9 71 

Z Z / X 


D 


RH9 ^ 1 H A A 
IjIJZ J X U ft ft 


RH9^1 044 


nc L-ii^vj. x 


9ft 


1 9 Q? 

X Z J J 


QQ 


q 


9971 

Z Z / X 


b 


• Z1PA9QAQ£ 

AKft z y ft o b 


AR49Q4Rfi 


Q pfti l on 0 0 


9 Q 


1 9Q? 


QQ 

-7 -7 . 


c 

. D 


9971 

Z Z / X 


b 


a Y££ A 9 ft 9 


AXfifi4 9ft 9 
rtAO o *± z o z 


O o/^ri i on 0 


7 n 


1 9Q? 

X Z J7 J 


QQ 
y -7 . 


c 


9 9 71 
z z / X 


q 
y 


a "PH R 9 9 1 9 
*\r U3j / X Z 


a pfi c 9 9 1 o 


Homo □a'pi 




1 9Q7 


Q Q 

y y . 


. 9 


9 9 9 A 
Z Z / 


b 


Dnnn c Q 9 ^ 

■buuyboz / 


RDnQfift97 

OUU -7 D O Z / 




7 9 
■J z 


1 9 Q 7 

x z y o 


Q Q 

y y . 


. 9 


9 9 Q n 

zo y u 


b 


AAz U lo bz 


AY9 01 7£9 


O o/^ri 1 on c 1 a 
S C (jJUI C 1 1 C tr 


JJ 


X X Uo 


Q c 

O O - 




1 /Tin 

lb JU 


b 


AD1 Ct/I 11 

AKXDb4oo 


AKlDb40 J 


Sequence 


T 4 


llUo 




9 


X b J U 


b 


AKlb4 14 / 


AR164147 


Sequence 


7 tz 
J D 


XXUo 






i C3 n 
X bo U 


b 


nJJlozDz / 


BD132527 


Ligand fo 


jo 


1108 


85 . 


3 


1630 


6 


BD132533 


BD132533 


Receptor 


37 


1108 


85. 


3 


1630 


6 


AR218281 


AR218281 


Sequence 


38 


1108 


85. 


3 


1630 


6 


AR254110 


AR254110 


Sequence 


39 


1108 


85. 


3 


1630 


6 


AR285409 


AR285409 


Sequence 


40 


1108 


85. 


3 


1630 


6 


AR300118 


AR300118 


Sequence 


41 


1108 


85. 


3 


1630 


6 


AR317338 


AR317338 


Sequence 


42 


1108 


85. 


3 


1630 


6 


AR430236 


AR430236 


Sequence 


43 


1108 


85. 


3 


1630 


6 


AX147987 


AX147987 


Sequence 


44 


1108 


85. 


3 


1694 


6 


AX451897 


AX451897 


Sequence 


45 


1108 


85. 


3 


2225 


10 


AF019048 


AF019048 


t Mus muscu 



Title: 

Perfect score : 
Sequence : 



US-09-873-829-2 
1299 

1 QMDPNRISEDGTHCIYRILR 



LLDPDQDATYFGAFKVRDI D 24 5 



Scoring table: BLOSUM62 

Xgapop 10.0 , Xgapext 0.5 

Ygapop 10.0 , Ygapext 0.5 

Fgapop 6.0 , Fgapext 7 . 0 

Delop 6.0 , Delext 7.0 

Searched: 4390206 seqs, 2959870667 residues 

Total number of hits satisfying chosen parameters: 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Command line parameters: 
-M0DEL=frame+_p2n. model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US09873829/runat_10032005_161838_26932/app_query. fasta_l 
.391 

-DB=N_Geneseq_16Dec04 -QFMT=fastap -SUFFIX=rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bitS - START =1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
-MODE = LOCAL -OUTFMT=ptO -N0RM=ext -HEAPSI ZE=500 -MINLEN=0 -MAXLEN=2 0 0 0 000 0 00 
-USER=US0987382 9_@CGN_l_l_7 08_@runat_10032005_161838_26932 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=120 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : genes eqn2 0 0 lbs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9 : geneseqn2003bs : * 

10 : geneseqn2 003cs : * 

11: geneseqn2003ds : * 

12 : geneseqn2004as : * 

13 : geneseqn2004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Title: 

Perfect score: 
Sequence : 



US-09-873-829-2 
1299 

1 QMDPNR I S EDGTHC I YR I LR 



LLDPDQDATYFGAFKVRDID 245 



Scoring table: BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



1202784 seqs, 818138359 residues 



Total number of hits satisfying chosen parameters: 



2405568 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_p2n . model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US0987382 9/runat_10032 005_161839_26968/app_query. fasta_l 
.391 

-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=rni -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bitS -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US098 7382 9_@CGN_l_l_105_@runat_10032005_16183 9_2 6968 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Issued Patents NA:* 



1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB.seq:* 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB.seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Sequence 


12, Appl 
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234 .5 
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08- 
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Sequence 


2, Appli 


43 
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1042 
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Sequence 


2, Appli 


44 
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Title: 

Perfect score: 
Sequence : 



US-09-873-829-2 
1299 

1 QMDPNR I S EDGTHC I YR I LR 



LLDPDQDATYFGAFKVRDID 245 



Scoring table: BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



5537552 seqs, 2974263231 residues 



Total number of hits satisfying chosen parameters: 



11075104 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_p2n . model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US09873829/runat_10032005_161839_26990/app_query. fasta_l 
.391 

-DB=Published_Applications_NA -QFMT=fastap -SUFFIX=rnpb -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bitS -START=1 -END=-1 -MATRIX=blosum62 
- TRANS = human 4 0 . cdi -LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 - MODE = LOCAL -OUTFMT=ptO -N0RM=ext -HEAPSI ZE=500 -MINLEN=0 
-MAXLEN=2000000000 -USER=US0987382 9_@CGN_l_l_723_@runat_10032 005_161839_26990 
-NCPU=6 -ICPU=3 -N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 
-LONGLOG -DEV_TIMEOUT=12 0 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 
-FGAPOP=6 -FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 



1 : /cgn2_6/ptodata/2/pubpna/US07_PUBC0MB . seq : * 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. seq: * 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB . seq: * 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. seq:* 

9 : / cgn2_6 /p t oda t a / 2 /pubpna /US 0 9A_PUBC0MB .seq:* 

10: /cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB.seq: * 

11: /cgn2_6/ptodata/2 /pubpna /US 0 9 C_PUBCOMB .seq:* 

12: / cgn2 _6 /p t oda t a / 2 /pubpna / US 0 9_NEW_PUB .seq:* 

13 : /cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB . seq : * 

14 : /cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB . seq : * 

15: / cgn2_6 /p t oda t a / 2 /pubpna /US 1 0 C_PUBC0MB .seq:* 

16 : /cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq: * 

17 : /cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB . seq: * 

18 : /cgn2_6/ptodata/2/pubpna/US10F_PUBCOMB. seq: * 

19 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seq: * 

20 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq: * 

21: / cgn2_6 /p t oda t a / 2 /pubpna /US 6 0_NEW_PUB .seq:* 



Database 



Publ i shed_Appl icat ions_NA : * 



22 : /cgn2_6/ptodata/2/pubpna/US60_PUBCOMB . seq : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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Title: 

Perfect score 
Sequence : 



US-09-873-829-2 
1299 

1 QMDPNRI SEDGTHCI YRI LR 



LLD PDQDAT Y FGAF KVRD I D 24 5 



Scoring table 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Del ex t 



0.5 
0.5 
7.0 
7.0 



Searched: 



34239544 seqs, 19032134700 residues 



Total number of hits satisfying chosen parameters: 



68479088 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_p2n . model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US09873829/runat_10032005_161838_26951/app_query. fasta_l 
.391 

-DB=EST -QFMT=fastap -SUFFIX=rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bitS -START=1 -END=-1 -MATRIX=blosum62 -TRANS=human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=ptO -NORM=ext -HEAPSI ZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US0987382 9_@CGN_l_l_5180_@runat_10032 005_161838_26951 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIMEOUT=30 - THREADS =1 -XGAPOP=10 -XGAPEXT=0.5 -FGAPOP =6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : EST : * 



1 


gb_estl : 


★ 


2 


gb_est2 : 


* 


3 


gb_htc : * 
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gb_est3 : 


* 
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gb_est4 : 
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gb_gss2 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
NO. 




Score Match Length DB ID 



Description 



1 1293 99.5 954 9 AY415854 

2 1271 97.8 735 9 AY415855 
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